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y£ <400> 1 

r=^ tacaacaaag atgccaactt ctggaactac tattgaattg attgacgacc aatttccaaa 60 

* ggatgactct gccagcagtg gcattgtcga cgaagtcgac ttaacggaag ctaatatttt 120 

Q ggctactggt ttgaataaga aagcaccaag aattgtcaac ggttttggtt ctttaatggg 180 

[fj ctccaaggaa atggtttccg tggaattcga caagaaggga aacgaaaaga agtccaattt 240 

hj ggatcgtctg ctagaaaagg acaaccaaga aaaagaagaa gctaaaacta aaattcacat 3 00 

ctccgaacaa ccatggactt tgaataactg gcaccaacat ttgaactggt tgaacatggt 360 

y tcttgtttgt ggtatgccaa tgattggttg gtacttcgct ctctctggta aagtaccttt 420 

p gcatttaaac gttttccttt tctccgtttt ctactacgct gtcggtggtg tttctattac 480 

?=* tgccggttac catagattat ggtctcacag atcttactcc gctcactggc cattgagatt 540 

attctacgct atcttcggtt gtgcttccgt tgaagggtcc gctaaatggt ggggccactc 600 

tcacagaatt caccatcgtt acactgatac cttgagagat ccttatgacg ctcgtagagg 660 

tctatggtac tcccacatgg gatggatgct tttgaagcca aatccaaaat acaaggctag 72 0 

agctgatatt accgatatga ctgatgattg gaccattaga ttccaacaca gacactacat 780 

cttgttgatg ttattaaccg ctttcgtcat tccaactctt atctgtggtt actttttcaa 840 

cgactatatg ggtggtttga tctatgccgg ttttattcgt gtctttgtca ttcaacaagc 900 

taccttttgc attaactcca tggctcatta catcggtacc caaccattcg atgacagaag 960 

aacccctcgt gacaactgga ttactgccat tgttactttc ggtgaaggtt accataactt 1020 

ccaccacgaa ttcccaactg attacagaaa cgctattaag tggtaccaat acgacccaac 1080 

taaggttatc atctatttga cttctttagt tggtctagca tacgacttga agaaattctc 1140 

tcaaaatgct attgaagaag ccttgattca acaagaacaa aagaagatca ataaaaagaa 12 00 

ggctaagatt aactggggtc cagttttgac tgatttgcca atgtgggaca aacaaacctt 1260 

cttggctaag tctaaggaaa acaagggttt ggttatcatt tctggtattg ttcacgacgt 1320 

atctggttat atctctgaac atccaggtgg tgaaacttta attaaaactg cattaggtaa 13 80 

ggacgctacc aaggctttca gtggtggtgt ctaccgtcac tcaaatgccg ctcaaaatgt 1440 

cttggctgat atgagagtgg ctgttatcaa ggaaagtaag aactctgcta ttagaatggc 1500 

tagtaagaga ggtgaaatct acgaaactgg taagttcttt taagcatcac attac 1555 
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500 505 510 

<210> 3 

<211> 1555 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> synthetic yeast delta-9 desaturase gene modified 
for expression in plants 
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atgcctactt 
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agagagagag attctgcgga ggagcttctt cttcgtaggg tgttcatcgt tattaacgtt 60 

atcgccccta cgtcagctcc atctccagaa acatgggtgc aggtggaaga atgccggttc 120 

ctacttcttc caagaaatcg gaaaccgaca ccacaaagcg tgtgccgtgc gagaaaccgc 180 

ctttctcggt gggagatctg aagaaagcaa tcccgccgca ttgtttcaaa cgctcaatcc 240 

ctcgctcttt ctcctacctt atcagtgaca tcattatagc ctcatgcttc tactacgtcg 300 

ccaccaatta cttctctctc ctccctcagc ctctctctta cttggcttgg ccactctatt 360 

gggcctgtca aggctgtgtc ctaactggta tctgggtcat agcccacgaa tgcggtcacc 420 

acgcattcag cgactaccaa tggctggatg acacagttgg tcttatcttc cattccttcc 480 

tcctcgtccc ttacttctcc tggaagtata gtcatcgccg tcaccattcc aacactggat 540 

ccctcgaaag agatgaagta tttgtcccaa agcagaaatc agcaatcaag tggtacggga 600 

aatacctcaa caaccctctt ggacgcatca tgatgttaac cgtccagttt gtcctcgggt 660 

ggcccttgta cttagccttt aacgtctctg gcagaccgta tgacgggttc gcttgccatt 720 

tcttccccaa cgctcccatc tacaatgacc gagaacgcct ccagatatac ctctctgatg 780 

cgggtattct agccgtctgt tttggtcttt accgttacgc tgctgcacaa gggatggcct 840 
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